The "Baeturia and related genera complex", as defined earlier (De Boer, 1990) 
group. The phylogeny and biogeography of the sister group and outgroup is briefly discussed. Baeturia kuroiwae Matsumura is transferred to the genus Muda. A phylogenetic reconstruction of all 147 species of the Chlorocystini (sensu stricto) is presented, based on 154 characters and 409 character states. The computer program PAUP 3.1.1 (Swofford, 1993) was used for analysing the data; the genera Prasia and Muda were used as outgroups in this analysis. The results obtained from the computer analysis were slightly modified a posteriori, favouring some presumably phylogenetically important characters over strongly fluctuating ones. These final modifications were carried out with the aid of the computer program MacClade 3.0 (Maddison & Maddison, 1992 Duffels, 1993) .
Several tibicinid genera from New Guinea and Eastern Australia were recognized to form one monophyletic group, based on apomorphous aedeagal characters (De Boer, 1990 Pending the discovery of its sister group, the group was given the preliminary name of "Baeturia and related genera complex."
A quest for the sister group of the "Baeturia and related genera complex"
The species of the "Baeturia and related genera complex" possess, apart from their apomorphous aedeagal shape, one character which separates them from the vast majority of other tibicinid cicadas:
they lack a medial uncus lobe. (De Boer, 1990; 1993a) , Guineapsaltria De Boer, 1993 (De Boer, 1993b) , Gymnotympana Stài,
1861
(De Boer, 1995a) , Mirabilopsaltria De Boer, 1995 (De Boer, 1995b , Papuapsaltria De Boer, 1995 (De Boer, 1995c) , Scottotympana De Boer, 1991 (De Boer, 1991) , and Thaumastopsaltria Kirkaldy, 1900 (De (Dlabola, 1960 and Lamotialna Boulard, 1975 (Boulard, 1976) (Boulard, 1979; Villet, 1993 (Dlabola, 1960; Boulard, 1981b Boulard, , 1990 and Lacetas (Boulard, 1975a (Boulard, , 1975b Jong (1982 Jong ( , 1985 Jong ( , 1986 Jong ( , 1987 Fig. 4 . Several of the 600 trees found
give a most interesting alternative for the phylogeny of the genus Papuapsaltria (see Fig. 12b ).
Modifications. - The strict, and 50% majority rule consensus trees differ in several instances from Fig. 4 . This tree has a length of 906 steps.
Where several equally parsimonious solutions were possible, the tree of Fig. 4 (Fig. 4) Fig. 4 closely matches the presumed relationships as discussed earlier (De Boer, 1994a (Fig. 4) . 
Scottotympana
The phylogeny and position of Scottotympana (Fig. 4) is identical to that in the strict consensus tree and in accordance with earlier discussions (De Boer, 1994a , 1995a (Fig. 4) costs 4 extra steps.
Venustria
The position of the monotypic genus Venustria as sister taxon of Gymnotympana, which also appears in the strict consensus tree (Fig. 3 Fig. 11 is a more realistic way of representing these uncertainties.
Guineapsaltria
The most parsimonious reconstruction of Guineapsaltria in the 50% majority rule tree (Fig. 12a) maining species as sister group of these two groups combined. In Fig. 12a , Papuapsaltria is practically monophyletic.
In both these options, which are in principle regarded equally plausible, P. dioedes is excluded from Papuapsaltria and figures as sister taxon to all the above-discussed genera together (cf. Fig. 3 (Fig. 4) and the paraphyletic solution (Fig. 12c ). (Fig. 4) and the paraphyletic one (Fig. 12c) . Fig. 11 ), or as sister group of all abovediscussed genera together (based on a shared erect femoral spine, 1 in Fig. 15 ) was discussed in several previous publications (De Boer, 1995a, b, c, d Fig. 15 ) will make the total tree only 1 step longer and should still be considered a possibility.
Thaumastopsaltria
The cladogram of Thaumastopsaltria in the 50% majority rule tree (Fig. 13) (Fig. 4) . The ingroup phylogeny of Cystopsaltria and Cystosoma given in Fig. 4 is identical to that of the strict consensus tree.
Conclusions
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